Key indicators: single-crystal X-ray study; T = 293 K; mean (C-C) = 0.005 Å; R factor = 0.056; wR factor = 0.180; data-to-parameter ratio = 18.3.
In the title molecule, C 16 H 17 BrN 2 O, the benzene rings, bridged by a diazene fragment, form a dihedral angle of 6.3 (2) . The crystal packing exhibits relatively short BrÁ Á ÁBr contacts of 3.6989 (14) Å .
Related literature
For the crystal structure of (E)-4-(p-tolydiazenyl)phenol, see: Petek et al. (2006) . For details of the synthesis, see: Badawi et al. (2006) Data collection: RAPID-AUTO (Rigaku, 1998); cell refinement: RAPID-AUTO; data reduction: CrystalStructure (Rigaku/MSC, 2002); program(s) used to solve structure: SHELXS97 (Sheldrick, 2008); program(s) used to refine structure: SHELXL97 (Sheldrick, 2008); molecular graphics: SHELXTL (Sheldrick, 2008); software used to prepare material for publication: SHELXL97. supplementary materials Acta Cryst. (2012) . E68, o1761 [doi:10.1107/S1600536812021538]
(E)-1-[4-(3-Bromopropoxy)phenyl]-2-p-tolyldiazene

Zhen-Xiang Yu and Bao Li Comment
The azobenzene and its derivate have been widely investigated due to the trans-cis transformations of N=N double bond caused by heating, light or other effects. Herein, we report the crystal structure of the title compound (I), which is a new derivate of azobenzene.
In (I) ( Fig. 1 ), all bond lengths and angles are in normal ranges and comparable with those in similar structure (Petek et al., 2006) . The dihedral angle between the two aromatic rings is 6.3 (2)°. The crystal packing exhibits relatively short intermolecular Br···Br contacts of 3.6989 (14) Å.
Experimental
The title compound was prepared by refluxing 4-((4-methylphenyl)azo)phenol with 1,3-dibromopropane in acetone according to the known procedure (Badawi et al. 2006) . Single crystals suitable for X-ray diffraction were obtained by slow evaporation method at room temperature.
Refinement
C-bound H-atoms were placed in calculated positions (C-H 0.93 to 0.97 Å) and were included in the refinement in the riding model with U iso (H) = 1.5 or 1.2 U eq (C).
Computing details
Data collection: RAPID-AUTO (Rigaku, 1998); cell refinement: RAPID-AUTO (Rigaku, 1998); data reduction:
CrystalStructure (Rigaku/MSC, 2002); program(s) used to solve structure: SHELXS97 (Sheldrick, 2008); program(s) used to refine structure: SHELXL97 (Sheldrick, 2008); molecular graphics: SHELXTL (Sheldrick, 2008); software used to prepare material for publication: SHELXL97 (Sheldrick, 2008).
Figure 1
Molecular structure of (I) with displacement ellipsoids drawn at the 30% probalility level. supplementary materials sup-2 Acta Cryst. (2012). E68, o1761 Refinement. Refinement of F 2 against ALL reflections. The weighted R-factor wR and goodness of fit S are based on F 2 , conventional R-factors R are based on F, with F set to zero for negative F 2 . The threshold expression of F 2 > σ(F 2 ) is used only for calculating R-factors(gt) etc. and is not relevant to the choice of reflections for refinement. R-factors based on F 2 are statistically about twice as large as those based on F, and R-factors based on ALL data will be even larger.
(E)-1-[4-(3-Bromopropoxy)phenyl]-2-p-tolyldiazene
R int = 0.080 θ max = 27.5°, θ min = 3.2°h = −34→33 k = −6→6 l = −15→15 Refinement Refinement on F 2 Least-squares matrix: full R[F 2 > 2σ(F 2 )] = 0.
Fractional atomic coordinates and isotropic or equivalent isotropic displacement parameters (Å 2 )
x y z U iso */U eq Br1 0.03507 (2) 1.74980 (10) 
